Somatic cell hybridization was used as a tool to examine synteny of genes in the buffalo. Parental cells were blood lymphocytes from two Egyptian river buffaloes, and cells of the HPRT-(hypoxanthine phosphoribosyltransferase-negative) Chinese hamster cell line wg3h C 1 2 (Echard et al, 1984) . Hybrid cells were produced by polyethylene glycol (PEG)-mediated fusion, followed by hypoxanthine-aminopterinethymidine (HAT) selection. Twenty-one independent hybrid cell lines were established. For enzyme analysis, hybrid cells and hamster cells were lysed in lysis buffer (Meera Khan, 1971 (Shows et al, 1964) for LDH, ME and SOD, and a Tris/citrate system, pH 6.2, (Nichols and Ruddle, 1973) for GAPD. For PGM and TPI, both buffer systems were used. After electrophoresis (5 h, maximum 30 mA or 300 V/gel), gels were stained for enzyme activity according to Harris and Hopkinson (1978 (Povey et al, 1975) . From the relative activity of the two ME zones in buffalo tissues, and by comparison with the relative mobility as found for bovine ME (Heuertz and Hors-Cayla, 1981) (Fries et al, 1989) , and in man (Human Gene Mapping 10, 1989 ). This indicates conservation of genomic segments in these 3 species. In the mouse, synteny exists for GAPD, LDHB and TPI1, but not for ME1 and SOD2 (Mouse Genome, 1990 ).
The 3 genes found to segregate independently in the buffalo belong to independent groups in the 3 other species as well.
The conformity of synteny and asynteny between buffalo and cattle is consistent with the concept of chromosome conservation within the family Bovidae.
